Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.002 Å; R factor = 0.045; wR factor = 0.130; data-to-parameter ratio = 19.4.
In the title 1:1 adduct, C 6 H 5 NO 3 ÁC 6 H 5 NO 2 , both molecules are almost planar (r.m.s. deviations for the non-H atoms = 0.027 and 0.023 Å for 4-nitrophenol and 2-carboxylatopyridinium, respectively). The pyridine molecule crystallizes as a zwitterion (nominal proton transfer from the carboxylic acid group to the N atom in the ring). In the crystal, inversion dimers of the zwitterions linked by pairs of N-HÁ Á ÁO hydrogen bonds generate R 2 2 (10) loops; two 4-nitrophenol molecules link to the dimer by O-HÁ Á ÁO hydrogen bonds, generating a four-molecule aggregate. These are linked by C-HÁ Á ÁO interactions, forming a threedimensional network.
Related literature
For a related structure, see: Pandi et al. (2012) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
We herin report the crystal structure of (I), (Fig. 1) . The bond lengths are comparable with those in a similar structure (Pandi et al., 2012) .
The pyridine ring is almost planar, with the maximum deviation of 0.005 (2) Å. The carboxy group is twisted at an angle of 2.9 (1)° with the pyridine ring. The nitro group is oriented at an angle of 1.8 (1) Table 1 ) interactions to form a three dimensional network.
Experimental
The title material was synthesized by taking 2-carboxypyridine (1.2331 g) and p-nitrophenol (1.3911 g) in an equimolar ratio. 2-carboxypyridine was added gradually in the saturated solution of p-nitrophenol using methanol with continuous stirring for one hour and white precipitate was obtained. Then, the precipitate was dissolved using the same solvent. The prepared solution was allowed for slow evaporation at room temperature to yield colourless blocks after 10 days.
Refinement
H atoms for C aromatic were positioned geometrically and refined using riding model, with C-H = 0.93 Å and Uiso(H) = The molecular structure of (I), with 30% probability displacement ellipsoids for non-H atoms. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Symmetry codes: (i) −x+1, −y+1, −z+1; (ii) −x, −y+1, −z+1; (iii) −x+2, −y+1, −z; (iv) −x, −y, −z.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

